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Zinc finger(ZNF)genesrepresentoneof thelargestandmostdiversegenefamilyinthehuman
genome,constitutingapproximatelyO.Ol\%of humangeneticmaterial.Chromosome19appearsto
beparticularlyenrichedfor zincfingergenes,suchthatonethirdofallZNFlociarediskibuted
withinthreeclusterscorrespondingto cytogeneticbandlocations19p12,p13.2andq13.4. We

arecurrentlymappingandcharacterizingallZNFgenesin the4 MB 19p12cluster,located

betweenSTS markersD19S269 andD19S450. Long-rangeinter-AluPCRof a contig of

overlapping19p12YAC cloneshasbeenusedtoidentify300cosmidsand15BAC’Swhichmap
tothisregion.Nineteencosmidcontigshavebeenconstructedcomprisingapproximately2.9 MB
of this4 MB interval.Thelocationof cosmidcontigswasconfirmedusingFISHandcosmids
wereanchoredusinganSTSmarkerscreeningstrategy.To definethearchitectureof the19p12

ZNFcluster,probescorrespondingto variousZNF’91exonswereusedtoscreenSouthernblotsof

EcoR1-digestedgenomicclones. Thisanalysisidentifiedaminirnurnof 30potentialKRAB

(Kruppel-relatedassociatedbox) ZNFgenesinthisxegion.Thegenesappeartobe arrangedin
head-to-tailorganization,withdupliconsizesrangingfrom 100to 180kb. Nearthepromoterof

virtuallyall 19p12ZNFgenes,humanendogeneousretrovirus(HERV)elementshavebeen

identified,suggestingthattheseelementswemtandemlyduplicatedalongwiththe ZNFcluster.

Comparativesequencingandretroposon-mappingindicatethattheseduplicationsoccurred
approximately35-50mya. Hybridizationandsequenceanalysishasconfirmedthe identity,thus
far,of fivefunctionalzincfingergenes.
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